On the cover, novel cross-linker BiPS for structural proteomics is described. BiPS is partially photocleaved during MALDI mass spectrometry, creating distinctively isotopically coded cleaved individual peptides constituting cross-links. This allows differentiation between dead-end, intra-, and inter-peptide cross-links based on losses of specific mass fragments as well as separate tandem mass spectrometry sequencing of each peptide comprising the original cross-link. For details, see the article by Petrotchenko et al., 
